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1234567801519 30-34 45-49 60-64 75-79 90-94 110-114 135-139 160-164 185188 210-214 235-239
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Quality per tile
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Quality score distribution over all seguences

fuerage Guality per read

1000000

200000

500000

400000

200000

23458678810 12 14 18 18 20 22 24 26 28 320 32 324 3I6 3B
Mean Sequence Quality (Phred Score)

per base sequence content



Sequence content across all bases
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@Per sequence GC content
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5C distribution over all sequences

430000
5C count per read

Theoretical Distribution
400000

330000

300000

230000

200000

150000

100000

30000

02468 11 15 1% 23 27 31 35 38 43 47 51 55 5% 63 o7 71 75 79 83 87 81 85 &89
Mean GC content (%)

@Per base N content



W content across all bases
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@Sequence Length Distribution
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Distribution of sequence lengths over all sequences
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Fercent of segs remaining if deduplicated 80.64%
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@Overrepresented sequences
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